. The different regions of the genome for which direct bisulfite sequencing was used to evaluate MetMap are presented. In each subfigure the following are shown (from top to bottom):
• Bisulfite values assigned to each CG site in the scope of sequencing, normalized to a 0-1 scale.
• Bisulfite values only for the HpaII sites (CCGG sites), normalized to a 0-1 scale (this is a subset of the previous item).
• MetMap site-specific scores.
• Read counts. For this representation, any HpaII site with read counts larger than 30 was set to 30, the "capping" value for sample 4.
• SUMI regions, along with their scores
• "bona fide" islands (denoted as the SVM-island track, because these islands are inferred with the use of a support-vector machine).
• UCSC CpG islands
• RefSeq genes
The bisulfite scores of the HpaII sites are better aligned with the MetMap scores than with the MethylSeq read counts. Moreover, the overall methylation state of the region (seen in the uppermost track) is well correlated with the presence or absence of SUMIs, and with the SUMI scores. The SUMI scores are not the mean of the MetMap scores in the validated regions because the regions validated were only a small portion of the SUMIs, which may have regions that are methylated to different extents. 
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